Exhibit 2: ClustaJW (Amino Acid) Alignment 



CLUSTAL W 2,0 multiple sequence alignment 



Sequence format is Pearson 
number of seqs is: 2 
Sequence 1: SEQ147 311 aa 

Sequence 2: Tjpetrophila 312 aa 

comparing 
paramArg [setSeqNoRange] = off 
comparing 

Start of Pairwise alignments 

Sequences (1:2) Aligned. Score : 95 

Guide tree file created: [/ebi/extserv/clustalw- 

work/interactive/200 7l22119/clustalw2 -20071221- 192 04 050 .dnd] 

CLUSTAL -Alignment file created [/ebi/extserv/clustalw- 
work/interactive/2007122119/clustalw2 -20071221- 19204050 .aln] 

SEQ148 MNBL1RKYAKDQLETLKRIIEKSEGISIL1NGEDLSYPREVSLELPEYVEKFPPKASDVL 60 

Tjpetrophila MNDL1RKYAKDQLEILKRIIEKSEGISIL1NGEDLSYPREVSLELPEYVEKFPPKASDVL 60 
************** ********************************************* 

SEQ14 8 EIDPEGENIGIDDIRTIKDFI^SPELYTRKYVIVHDCERMTQQAANAFLKALEEPPEYA 12 0 

Tjpetrophila ETOPEEENIGIDEIRT1KDFLNYSPELYTRKYVIVHDCERMTQQAANAFLKTLEEPPEYA 12 0 
* - *** ****** . ************************************** : ******** 

SEQ14 8 VIVLNTRRWHYLLPTIKSRVFRVVVNVPKEFRDLVKEKIGDLWEELPLLE^ 18 0 

Tjpetrophila VIVLNTRHWHYLLPTIKSRVFRVWNVPK^ 18 0 

*******. *********************************.**************. + + * 

SEQ14 8 KLGA£KLSGLMESLKVLETEKLLKKVLSKGLEGY1ACRELLERFS 240 

Tjpetrophila KLGAEKLSGLMESLKVLETEKLLKKALSEGLEGYl^CRELLERFSKVESKEFFALFDQLT 24 0 
************************* ** , ***************************** : * 

SEQ148 NT I TGKDAFLL 1QRLTR 1 1 LHENTWES VED - KS VS FLD S I LRVKI ANLNNKLTLMNI LAI 299 

T_petrophila NTITGKDSFLLIQRLTRIVLHENTWESVEDQKSVSFLDSILRVKIANI^KLTLMNIUVI 300 
*******. ********** r *********** ***************************** 

SEQ14 8 HRER KRGVNAWS 311 

Tjpetrophila HR ERKRGVN AWS 312 



